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EC_2.1.1.298−TRANSFERASE_Ribosomal_protein_L3_N(5)−glutamine_methyltransferase 
EC_2.4.1.303−TRANSFERASE_UDP−Gal:alpha−D−GlcNAc−diphosphoundecaprenol_beta−1,3− 

EC_2.3.2.6−TRANSFERASE_Lysine/arginine_leucyltransferase 
EC_1.18.6.1−REDUCTASE_Nitrogenase 

EC_1.16.1.1−REDUCTASE_Mercury(II)_reductase 
EC_3.4.21.26−HYDROLASE_Prolyl_oligopeptidase 

EC_3.5.2.5−HYDROLASE_Allantoinase 
EC_5.4.4.2−ISOMERASE_Isochorismate_synthase 

EC_3.6.3.43−HYDROLASE_Peptide−transporting_ATPase 
 EC_3.6.3.19−HYDROLASE_Maltose−transporting_ATPase 

EC_3.2.1.20−HYDROLASE_Alpha−glucosidase 
EC_3.2.1.187−HYDROLASE_(Ara−f)(3)−Hyp_beta−L−arabinobiosidase 

EC_2.4.1.246−TRANSFERASE_Mannosylfructose−phosphate_synthase 
EC_2.6.1.37−TRANSFERASE_2−aminoethylphosphonate−−pyruvate_transaminase 

EC_3.5.1.103-HYDROLASEOLASE_N−acetyl−1−D−myo−inositol−2−amino−2−deoxy−alpha−D−glucopyranoside 
EC_6.6.1.2−LIGASE_Cobaltochelatase 

EC_1.10.3.14−REDUCTASE_Ubiquinol_oxidase_(electrogenic,_non_H(+)−transporting) 
 EC_3.2.2.24−HYDROLASE_ADP−ribosyl−[dinitrogen_reductase]_hydrolase 

EC_2.2.1.9−TRANSFERASE_2−succinyl−5−enolpyruvyl−6−hydroxy−3−cyclohexene−1−carboxylic−acid 
 EC_4.1.3.16−LYASE_4−hydroxy−2−oxoglutarate_aldolase 

 EC_4.2.1.17−LYASE_Enoyl−CoA_hydratase 
 EC_1.4.1.1−REDUCTASE_Alanine_dehydrogenase 

 EC_2.3.1.15−TRANSFERASE_Glycerol−3−phosphate_1−O−acyltransferase 
EC_2.7.1.189−TRANSFERASE_Autoinducer−2_kinase 

 EC_2.2.1.2−TRANSFERASE_Transaldolase 
 EC_3.2.1.91−HYDROLASE_Cellulose_1,4−beta−cellobiosidase_(non−reducing_end) 

EC_4.3.1.7−LYASE_Ethanolamine_ammonia−lyase 
EC_3.2.1.41−HYDROLASE_Pullulanase 

EC_1.2.1.−−REDUCTASE_With_NAD_or_NADP_as_acceptor 
 EC_2.4.1.64−TRANSFERASE_Alpha,alpha−trehalose_phosphorylase 

EC_2.7.8.47−none 
EC_3.2.1.158−HYDROLASE_Alpha−agarase 
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